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ABSTRACT                        Identifying quantitative trait loci (QTLs) influencing abiotic stress tolerance could 
speed up the breeding process via marker assisted selection (MAS), however the accuracy of 
QTL analysis is a limiting factor to use successfully the identified marker alleles. We used a new 
approach to map more accurately the loci affecting osmotic tolerance in barley, which permit 
the introduction of MAS in the breeding process of new and more tolerant varieties against 









Table 1. Summary of the result of QTL analysis.
Chr /cM  DNM Affected traits Average LOD value Effect came from
1H, 61.05 cM  0.7 cM SLC, SLT, SDW, SDWT, RLC, RLT 2.6 REC parental line
2H, 88.26 cM  0.1 cM SDWC, SDWT, SLT 2.9 DOM parental line
3H, 163.00 cM  1.4 cM SLT, SLTI 2.5 REC parental line 
5H, 69.40 cM  0.6 cM SLT, SLTI, RLTI, SDWT 2.7 DOM parental line 
7H, 76.75  0.2 cM SLC, SLT, SDWT 2.4 REC parental line 
7H, 82.60 cM  0.8 cM SLC, SLT, SLTI, RLC, SDWC, SDWT 3.2 REC/DOM parental line
Chr: chromosome; cM: centimorgan; DNM: distance from the nearest marker; SLC: shoot length control, SLT: shoot length under osmotic stress; SLTI: Tolerance Index 
calculated from shoot length data; RLC: root length control, RLT: root length under osmotic stress; RLTI: Tolerance Index calculated from root length data; SDWC: 
shoot dry weight control; SDWT: shoot dry weight under osmotic stress
